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FIG.2(A) 




FIG. 4 
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Step 1 



Preliminary step 

Setting of parameter 
L : Number of minimum bases in a loop 
0 : Number of minimum bases in a stem 
F : Distance evaluation index 
NAS : Length of antisense oligonucleotide 

Setting of dimension 
B$(N) : Number of all bases 



Step 2 



Step 3 



Go to next J 
(Comparison with 
j « j -1 to j - D) 



Step 5 



Step 6 



Reading of data (nucleotide sequence) 




Go to next J 



Step 4 



Go to next I, J 
(Comparison of i + D + 1 
withj-D-1) 



Determination of AG and r for 
substantially complementary region 



Go to Step 3 
A 



Step 8 



Go to next I 
(Comparison with 
I - i + 1 to i + D) 



Step 1 0 





Add value of 


Or 2 } F -e ,AGI/RT 


Step 7 


to base at 1 » i 


to i + D - 1 




( EFB#(I) ) 






Go to Step 3 
A 



Go to next J 
(Comparison with J 
toj-D) 



Step 9 



Sum up values of £FB#(I) fori » i to i 
+ NAS - 1 and assign the sum as AS#(i) 
to first base 



Print out the result 
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Log (Sum of Ability to Form Substantially 
Complementary Double-Stranded Chain) 



Expression of VEGF (Control %) 
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